mged.org/workgroups/MIAME/miame_checklist.html). We ask that this information not be sent in the form of compressed files sent by e-mail, as some reviewers may not have the programs necessary to decompress the files. We also ask that the data not be posted to your lab or institution website for purposes of review, in light of concerns over the confidentiality of the review process (although of course authors are free to post the data for their own purposes).
When a paper is accepted for publication, we will require that microarray data germane to the conclusions of the paper along with information compliant with the MIAME guidelines be submitted to one of two public repositories, GEO (http:// www.ncbi.nlm.nih.gov/geo/) or ArrayExpress (http://www.ebi.ac.uk/arrayexpress). As with sequence data, accession numbers for microarray data will be included in the methods section of the paper.
When microarray papers first appeared in our pages, they tended to be reports of genes whose expression went up or down as a result of simple changes in experimental conditions. This kind of expression catalog, although useful, has been replaced by more sophisticated experimental designs and protocols that use microarrays as a platform for probing specific phenotypes. In December, Nature Genetics will publish The Chipping Forecast II, our second supplement focusing on the microarray community and what is to come. The authors will supply descriptions of many of the analytic tools available, the basics of experimental design, and applications of array technology to several fields, as well as further information on standards and databases. We urge anyone interested in these exciting technologies to take a look.
Ch-Ch-Changes
In the coming year Nature Genetics is going to evolve. Don't worry-we're still going to publish the highest quality genetics research. We're just interested in diversifying our content to better serve the interests of the genetics community. It's an exciting time for us, and we'd like to hear your comments on what kinds of content you would like to see in our research papers, commentaries, or whatever suits your fancy. Is there something you didn't like or, better, liked very much? We'd like to know. We have set up an e-mail address for comments and suggestions. Please feel free to get in touch with us at ngfeedback@natureny.com and let us know what you think.
Readers who are familiar with the masthead will already have noticed one change at Nature Genetics, which is that Bette Phimister has left the journal. Bette joined us as an assistant editor in 1996 and was appointed chief editor in June 2000. Our regular contributors, referees and readers will know that the degree to which the journal has achieved what it set out to do in the first issue is in large measure thanks to her contributions over the past six years. Her editorial colleagues are grateful for her leadership, and our sadness at seeing her go is tempered somewhat by the knowledge that we will continue to have her advice on an informal basis. We wish her well.
